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FIGURE 2 



Secondary Structure: large subunit ribosomal RNA - 5' half 
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FIGURE 3 



Methylation of 23S rRNA 
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FIGURE 4A 



Accessibility of the components of the GAR 
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FIGURE 4B 
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FIGURE 5 



FIGURE 6 



Binding of LI I by inhibition of methylation 
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Inhibition ofTSR methylation by RBT compounds 
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FIGURE 8 



Erythromycin resistance methyltransferase (erm) 
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Peptidyl transferase centre 

Erythromycin resistance methyltransferase (erm), 
dimethylates N6 of A2058 of 23S rRNA. 



FIGURE 9 
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16S rRN A (E. Coli) 
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Figure 9 

Methylation modifications in the decoding site of 16S rRN A that confer resistance to 
aminoglycoside antibiotics: 

Methyltransferase converts G1405 to 7-methylguanosine 
Methyltransferase converts A1408 to 1-methyladenosine 
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FIGURE 10 



Secondary Structure: large subunit ribosomal RNA - 5' half 
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Sites accessible to the thiostrepton resistance methyltransferase 
In a range of bacteria 
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FIGURE 11 
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Secondary Structure: small subunit ribosomal RNA: 
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The decoding site of 16SrRNA for range of bacteria 
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FIGURE 12 



Secondary Structure: small subunit ribosomal RNA 
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Figure 12 

Uridine (grey) residues in 16S rRNA that are substrates 
for a pseudouridine synthase. 
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FIGURE 13 



Secondary Structure: large subunit ribosomal RNA - 5* half 



- A ° C \iCcAUciu U-A <f AA bC«U 
A III I I J I I I J 

G auU C0Ou V CUA ° o -c aCU?GaU 



-A 0 G 
A O O 

o-c 



A C GCCCUUUUGGU CGG A ^UGC Ga^ _ y 



..UOu U 
}> CCCGG 

C GGGCC 
*G C I 6 
14S0 c 



GAQGCAC u. 
OO- lilt * 
AG OCGUG G C 



o 



A O G 

^G-C 



G U V* U f 
G * ' 



A ^ . c 



> o A g a u' g* ri 

A GGC U GUC GG 
t I I t I ■ I It 
*OCWJGQ CC C | 



tJ G A ' 

UUGGUGUUACU GC A GGGG** 
I I I • M ( I I I • It I'M 
AACUACAAUGG CG.iUCUCCq 
■> a U~ T^Ca-Iu* t A A 7 A 

" 1SS0 G-C- 1600 CU 



- G CCG G A ( 



A U CS°GOC*COO 
A t I I • I I M ..■ 
U U 6C (.CUGUCCI^ 



iii 



ill 



* '^CGGCAC 



GGGGAG 

nun 
ccccuc 



y c a 



(2010-2011) 



(2017) 



«H II 



{> 



~G u 
A U -A C 



qG 0 . \ 



c C c 



u*ag- 
aso X, 

c ugggc q 



GGUU G G U U G G ®U 
III- ■ I I I • lO * 
CCAG UCAAUC A (T 



» ■ j?- 

U . G 

A^ G 
G„ 0 
~C c 

c cu* 



A* c ?**c 

G O G 
y O G 



°gcccc Aaoaaa G-C 



G ^ 



"A ,A> G 1 ' 

^C 150 uV u « 

V )C \v * 



GGCAGUCAGAG 
I M I M t II I I 
CCGUCAGUCUC 



Figure 13 

Uridine (grey) residues in 23S rRNA that are 
substrates for a pseudouridine synthase. 
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FIGURE 14 




Figure 14 

Uridine (grey) residues in 23S rRNA that are substrates 
for a pseudouridine synthase. 
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FIGURE 21 




FIGURE 22 
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